tors. 2 The taxonomic status of some Philippine anophelines requires investigation. Anopheles macu!atus s.l. is thought to be composed of two species in the Philippines based on mor phologic differences (i.e., An. greeni and An. dispar), but assortative mating has yet to be confirmed in the field. 3 The status of An. ftavirostris has also been brought into question with variation noted in its propensity to bite humans4 and in its tendency to rest indoors following surface spraying with
DDT5
Study of anopheline taxa in other parts of the world has revealed complexes of morphologically indistinguishable species.6 Species within these complexes differ in vectorial importance or case of control due to differences in host pref erence and their tendency to rest indoors, e.g., within the An. gambiae complex.7 Genetic identification techniques using chromosome, allozyme, and DNA markers have aided the elucidation of these complexes, e.g., the An. punctulatus 89 Recently  internal  transcribed  spacer  2 (ITS-2) ribosomal DNA (rDNA) markers have distinguished closely related species of mosquitoes)Â°G enetic identification techniques were used by us to in vestigate variation within morphospecies in the Philippines. In this paper, we describe a technique to obtain correlated data on allozymes and rDNA from morphologically identi fled samples of An. ftavirostris.
An unexpected finding was that these samples sometimes included a second morpholog ically defined species.
MATERIALS AND METHODS
Mosquito collections. Mosquitoes were collected in July 1994 from Anahao (1 20Â°17'E, l4Â°42'N) and Cabayo (120Â°23'E, 14Â°37'N) within the Bataan province of Luzon by night landing catches from humans or water buffalo, or as larvae that were reared to the adult stage. Adult female mosquito specimens were identified according to the illus It is possible that presently recognized malaria vectors in the Philippines contain cryptic species with differences in biology affecting vectorial importance. This study demon strates that concurrent typing of morphologically identified mosquitoes with allozyme and ITS-2 rDNA markers is a powerful methodology for addressing questions of identity. However, it must be borne in mind that phenotypic variation and human error can blur the limits of morphologically de fined taxonomic species even before these species limits arc tested by genetic means.
